08/4S9b41 



ATGAGAAGGTGTAGAATAAGTGGGAGGCCCCCGGCGCCCCCCGGTGTCCCCGCCCAGGCC 
MetArgArgCysArglleSerGlyArgProProAlaProProGlyValProAlaGlnAla 

CCTGTCTCCCAGCCTGATGCCCCTGGCCACCAGAGGAAAGTGGTGTCATGGATAGATGTG 
ProValSerGlnProAspAlaProGlyHisGlnArgLysValValSerTrpIleAspVal 

TATACTCGCGCTACCTGCCAGCCCCGGGAGGTGGTGGTGCCCTTGACTGTGGAGCTCATG 
TyrThrArgAlaThrCysGlnProArgGluValValValProLeuThrValGluLeuMet 

GGCACCGTGGCCAAACAGCTGGTGCCCAGCTGCGTGACTGTGCAGCGCTGTGGTGGCTGC 
GlyThrValAlaLysGlnLeuValProSerCysValThrValGlnArgCysGlyGlyCys 



TGCCCTGACGATGGCCTGGAGTGTGTGCCCACTGGGCAGCACCAAGTCCGGATGCAGATC 
CysProAspAspGlyLeuGluCysValProThrGlyGlnHisGlnValArgMetGlnlle 

CTCATGATCCGGTACCCGAGCAGTCAGCTGGGGGAGATGTCCCTGGAAGAACACAGCCAG 
LeuMetlleArgTyrProSerSerGlnLeuGlyGluMetSerLeuGluGluHisSerGln 

TGTGAATGCAGACCTAAAAAAAAGGACAGTGCTGTGAAGCCAGACAGGGCTGCTACTCCC 
CysGluCysArgProLysLysLysAspSerAlaValLysProAspArgAlaAlaThrPro 

CACCACCGTCCCCAGCCCCGTTCTGTTCCGGGCTGGGACTCTGCCCCCGGAGCACCCTCC 
HisHisArgProGlnProArgSerValProGlyTrpAspSerAlaProGlyAlaProSer 

CCAGCTGACATCACCCAATCCCACTCCAGCCCCAGGCCCCTCTGCCCACGCTGCACCCAG 
ProAlaAspIleThrGlnSerHisSerSerProArgProLeuCysProArgCysThrGln 

CACCACCAGTGCCCTGACCCCCGGACCTGCCGCTGCCGCTGTCGACGCCGCAGCTTCCTC 
H i sH i sG InCys Pro AspPr o Ar gThrCy s ArgCy s Ar gCy s ArgArgArgSer PheLeu 

CGTTGTCAAGGGCGGGGCTTAGAGCTCAACCCAGACACCTGCAGGTGCCGGAAGCTGCGA 
ArgCysGlnGlyArgGlyLeuGluLeuAsnProAspThrCysArgCysArgLysLeuArg 
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Figure 2. Sequence alignment of VEGF3 (lower line) compared to VEGF from human (upper 
line) . 



